Background: Accumulating evidence has highlighted the potential role of long non-coding RNAs (lncRNAs) in the biological behaviors of hepatocellular carcinoma (HCC). Here, we elucidated the function and possible molecular mechanisms of the effect of lncRNA-AGAP2-AS1 on the biological behaviors of HCC.
Background
Hepatocellular carcinoma (HCC) is one of the most common malignancies that leading cancer-associated deaths worldwide [1] . Despite current knowledge and scientific advancement in diagnosis and therapeutic modalities, the long-term survival rate of HCC still remains dismal due to high rate of recurrence and distal metastasis [2] [3] [4] . Therefore, it's critical to discover novel molecular mechanisms which is necessary for developing effective therapeutic strategies for treatment in HCC.
Recently, accumulating evidence confirmed that long non-coding RNAs (lncRNAs) and microRNAs (miRNAs), which completely lack or possess limited protein-coding capacity, are identified as important regulators in the progression of cancers [5] [6] [7] , including HCC [8] . Aberrant lncRNAs expression play critical roles in cancer progression and carcinogenic through a variety of mechanisms ranging from transcriptional levels to post-transcriptional levels [9] . LncRNA AGAP2-AS1, an antisense lncRNA located at 12q14.1, a novel cancer-related lncRNA, was dysregulated in cancers [10] . Upregulated lncRNA AGAP2-AS1 represses LATS2 and KLF2 expression through interacting with EZH2 and LSD1 in non-small-cell lung cancer cells [11] , and its overexpression was associated with malignant clinical features and prognosis [12] . Moreover, lncRNA AGAP2-AS1 promotes cell proliferation and invasion in gastric cancer [13] . However, the expression and its function roles of lncRNA AGAP2-AS1 and its underlying molecular mechanisms in HCC still unknown.
Previous studies confirmed that lncRNAs can interact with miRNAs through miRNA recognition components acting as competing endogenous RNAs (ceRNAs) or "RNA sponges" that can sequester these molecules leading to reduce their regulatory effect on target mRNAs [14, 15] . Our group demonstrated that lncRNA CASC2 suppressed epithelial-mesenchymal transition of hepatocellular carcinoma cells through miR-367/FBXW7 axis [8] . MiRNAs always interacts with complementary sequences within the 3′-untranslated region (UTR) of target mRNA to induce mRNA degradation or translational repression [16, 17] . Increasing studies confirmed that miRNAs are involved in various biological processed in HCC [18] . LncRNAs, mRNA transcripts can affect each other by competitively combining with miRNA response sequence to influence post-transcriptional regulation.
In present study, we first identified a novel oncogenic lncRNA AGAP2-AS1, was up-regulated in HCC tissues and cells, which may serve as an effective prognostic marker for HCC patients. We also confirmed the expression of miR-16-5p and ANXA11 in HCC, and their effects on the biological behavior of HCC in vitro and in vivo. Furthermore, we explore whether AGAP2-AS1 can regulate the expression of ANXA11 by regulating miR-16-5p expression and affect the biological behavior of HCC. Our results suggest that AGAP2-AS1 exerts a critical role in HCC progression and might be a new molecular target for the treatment of HCC.
Methods
Patients' tissues and cell culture
Patients' tissues and paired adjacent non-tumor tissues were obtained from patients in our hospital after the informed consent were obtained from all patients. All patients didn't receive any therapy including radiotherapy, chemotherapy or radiofrequency ablation before surgery. The clinicopathological and demographic information of the patients was described in Table 1 . The normal immortalized human hepatocyte LO2 and a panel of HCC cells (Hep3B, HCCLM3, Huh7, MHCC-97H and SMMC-7721) (Chinese Academy of Sciences, Shanghai, China) were maintained in DMEM (Invitrogen, Carlsbad, USA) containing 10% FBS (Gibco, GrandIsland, USA) in 37°C with 5% CO 2 .
Quantitative reverse transcriptase polymerase chain reaction (qRT-PCR)
Total RNA from HCC tissues and cells was isolated using TRIzol reagent (Invitrogen, Carlsbad, CA) according to the manufacturer's protocol. qRT-PCR was conducted as reported previously. qPCR primers were ordered from Genecopoeia (Guangzhou, China) [19, 20] .
Western blot analysis
We separated proteins by SDS-PAGE and transferred proteins to PVDF membranes. Detailed experiment was performed similar to previously reported [21, 22] .
Immunohistochemical staining (IHC)
The sections were dewaxed, dehydrated, and rehydrated. Primary antibody (1:100, Cell Signaling, Danvers, MA, USA) were added to the sections and incubating at 4°C overnight. Then applying the biotinylated secondary antibodies (Goldenbridge, Zhongshan, China) according to SP-IHC assays. Specific experiment was conducted similar to previously reported [23] .
Luciferase reporter assay
The 3′-UTR sequence of ANXA11, together with a corresponding mutated sequence within the predicted target sites, were synthesized and inserted into the pmiR-GLO dual-luciferase miRNA target expression vector (Promega, Madison, WI, USA). The assays were carried out as described previously [20, 24] .
RNA immunoprecipitation (RIP) assay
The EZ-Magna RIP Kit (Millipore, USA) was applied to conduct the RIP assay according to the product specification. Firstly, cells were collected and lysed in complete RIP lysis buffer. Then, the cell extract was incubated with RIP buffer containing magnetic beads conjugated to a human anti-Ago2 antibody (Millipore, USA). Samples were incubated with proteinase K with shaking to digest proteins and the immunoprecipitated RNA was isolated. Subsequently, the NanoDrop spectrophotometer was used to measure the concentration of RNA, and the purified RNA was subjected to real-time PCR analysis.
Cell proliferation, cell cycle and apoptosis detection
EdU and apoptosis were carried as described previously [20, 24] .
Cell migration and invasion analyses
Matrigel-uncoated and -coated transwell inserts (8 μm pore size; Millipore) were used to evaluate cell migration and invasion. Briefly, 2 × 10 4 transfected cells were suspended in 150 μL serum free DMEM medium into the upper chamber, and 700 Μl DMEM medium containing 
Statistical analysis
Results are managed as the mean ± SD and analyzed by SPSS software, 16.0 (SPSS, Chicago, USA). The statistical approaches mainly included a two-tailed Student's t test, a Kaplan-Meier plot, Pearson chi-squared testand so on. Difference with P < 0.05 was regard to be significant. Graphs were mainly made by GraphPad Prism 6 (GraphPad, San Diego, USA).
Results
LncRNA AGAP2-AS1 was up-regulated in HCC tissues and associated with HCC progression
To determine the expression level of lncRNA AGAP2-AS1 in HCC, we performed qRT-PCR to examine its level in 50 pairs of randomly selected tumor and corresponding adjacent non-tumor tissues. We demonstrated that AGAP2-AS1 expression was significantly overexpressed in HCC tissues compared to adjacent non-tumor tissues (P < 0.05, Fig.1a ). Similarly, AGAP2-AS1 was statistically significant increased in a panel of HCC cells lines compared with normal hepatic cell line LO2 (P < 0.05, respectively, Fig.1b ). Moreover, we explored the expression level in different clinical progression, and we found that AGAP2-AS1 was up-regulated in large tumor size, metastasis, recurrence and high histological grade tissues (P < 0.05, Fig.1c ). In general, these results indicated that AGAP2-AS1 potentially has a pivotal role in the progression of HCC.
LncRNA AGAP2-AS1 promoted proliferation, migration and invasion and inhibited apoptosis in HCC in vitro and in vivo
To further investigate the functional roles of AGAP2-AS1 in HCC, we transfected Hep3B who had lowest expression of AGAP2-AS1 with functional pcDNA/AGAP2-AS1 and transfected HCCLM3 who had highest AGAP2-AS1 with specific shRNA (P < 0.01, respectively, Fig. 2a ). Functionally, Edu assays showed that overexpression of AGAP2-AS1 promoted cell proliferation (P < 0.05, Fig. 2b ). Transwell assays showed the migration and invasion were increased by AGAP2-AS1 overexpression (P < 0.05, Fig. 2c, d ). Flow cytometry analysis revealed that AGAP2-AS1 up-regulation inhibited apoptosis in Hep3B cells (P < 0.05, Fig. 2e ). EMT progression is of great importance for migration and invasion of HCC cells. Therefore, we attempted to explore whether AGAP2-AS1 had positive effects on HCC cells. WB results indicated that the expression of EMT-related epithelial marker E-cadherin was significantly decreased and the mesenchymal marker Vimentin was dramatically increased by AGAP2-AS1 overexpression same with other EMT indicators. (P < 0.05, Fig. 2f , Additional file 1: Figure S1 ). On the other hand, AGAP2-AS1 knockdown inhibited cell proliferation, migration and invasion and promoted apoptosis in HCCLM3 cells (P < 0.05, Fig. 2b-f ). These observations demonstrated that AGAP2-AS1 play a critical role in promotion of proliferation and EMT-induced invasion of HCC cells in vitro.
To quantify metastatic potential in vivo, we established a lung metastasis model by tail vein injection. We demonstrated that AGAP2-AS1 overexpression in Hep3B cells promoted the lung metastasis while AGAP2-AS1 knockdown reduced the lung metastasis of HCCLM3 cells ( Fig. 3a , P < 0.05) by microscopic evaluation. Moreover, we examined the metastasis phenotype of those cells and found that lung sections of overexpressed AGAP2-AS1 in fact showed increased Vimentin expression and conversely increased E-cadherin expression (Fig.3b) , while AGAP2-AS1 knockdown showed opposite phenomenon (Fig.3b) . Additionally, to determine the effect of AGAP2-AS1 on cell growth in vivo, we used the subcutaneous tumor model to confirm that AGAP2-AS1 overexpression significantly promoted tumor growth, while AGAP2-AS1 knockdown inhibited the tumor growth of HCC cells in mice (P < 0.05, Fig. 3c , Additional file 2: Figure S2 ). Moreover, we used Ki67 and TUNEL staining to evaluate the proliferative and apoptotic rate in the xenografted tissues. As expect, AGAP2-AS1 overexpression increased the Ki67 positive staining cells and reduced the number of apoptotic cells (P < 0.05, Fig. 3d and e) . However, AGAP2-AS1 knockdown inhibited proliferation and induced apoptosis cells in vivo (P < 0.05, Fig. 3d and e) . Furthermore, we found f Western blot analysis of EMTrelated markers expression in the presence and absence of AGAP2-AS1. n = six independent experiments. *P < 0.05, **P < 0.01, ***P < 0.001 that E-cadherin expression in AGAP2-AS1 high expressing HCC tissues was lower than that in low expressing cases. Conversely, the expression of Vimentin in the AGAP2-AS1 high expression group was markedly higher than that in low expression group (P < 0.05, respectively, Fig. 3f ) Taken together, we demonstrated that AGAP2-AS1 promoted tumor growth and metastasis of HCC in vitro and in vivo.
LncRNA AGAP2-AS1 inhibits miR-16-5p via direct binding
Increasing evidence confirmed that lncRNAs function as ceRNAs by binding to miRNAs and mechanically liberating the target RNA transcripts [8] . To explore the potential mechanisms of AGAP2-AS1, we used Starbase v2.0 to predict the potential miRNA binding and found a complementary sequence to miR-16-5p (Fig.4a) . miR-16-5p expression was remarkably reduced in HCC Immunohistochemistry of E-cadherin and vimentin were showed and compared between tissues of respective AGAP2-AS1 expression level. c Tumor growth curve revealed that AGAP2-AS1 overexpression significantly promoted, while AGAP2-AS1 knockdown inhibited tumor growth in vivo. Tumor nodules were subjected to immunohistochemical staining for Ki-67 (d) and TUNEL (e) assays and quantitative analysis. Representative immunostaining and TUNEL assays revealed that AGAP2-AS1 overexpression significantly increased the number of Ki-67 positive cells and inhibited the number of apoptotic cells. However, the percentage of Ki-67 positive cells in tumors arising from the AGAP2-AS1 knockdown group was significantly lower and the percentage of apoptotic cells was significantly higher than that in the negative control group. e Immunohistochemistry of E-cadherin and Vimentin were showed and compared between AGAP2-AS1 high expressing HCC tissues and AGAP2-AS1 low expressing cases. *P < 0.05 tissues comparing to corresponding adjacent non-tumor tissues (P < 0.05, Fig. 4b ). Furthermore, we found that AGAP2-AS1 expression was negatively associated with the expression of miR-16-5p in HCC tissues (P < 0.05, Fig. 4c) . Notably, miR-16-5p was down-regulated in AGAP2-AS1 overexpressing Hep3B cells, while miR-16-5p was up-regulated in the AGAP2-AS1 knockdown HCCLM3 cells (P < 0.05, Fig. 4d) . Then luciferase reporter assays demonstrated that miR-16-5p significantly inhibited the luciferase activity that carried wild type (wt) but not mutant (mt) 3′-UTR of AGAP2-AS1 (P < 0.05, Fig. 4e) . Additionally, previous studies confirmed that miRNAs exert its function through binding with Ago2, which is a core component of the RNA-induced silencing complex that is required for miRNAs-induced gene silencing, and the targets of miRNAs can be isolated from complex after Ago2 co-immunoprecipitation. Consistently, results of RIP also confirmed that miR-16-5p was a target of AGAP2-AS1 in HCC cells (P < 0.05, Fig. 4f) .
Furthermore, the biotin-labeled pulldown system demonstrated that a significant amount of AGAP2-AS1 and miR-16-5p in the AGAP2-AS1 pulled down pellet which revealed that AGAP2-AS1 could directly interact with miR-16-5p (P < 0.05, Fig. 4g ). On the other hand, miR-16-5p also regulated AGAP2-AS1 expression in HCC cells (P < 0.05, Fig. 4h ). In conclusion, we demonstrated that AGAP2-AS1 could directly bind to miR-16-5p in HCC cells and revealed a reciprocal repression of AGAP2-AS1 and miR-16-5p.
miR-16-5p served as tumor suppressor and reversed AGAP2-AS1 alteration mediated promotion of proliferation, migration, invasion and EMT in HCC
The expression of miR-16-5p was down-regulated in HCC (Fig. 4b) . To investigate the miR-16-5p effect on HCC, we detected cell proliferation, migration, invasion and apoptosis of HCC cells after miR-16-5p overexpression or inhibition (P < 0.05, Fig. 5a ). As shown in Fig. 5b-f , the cell proliferation, migration, The expression of miR-16-5p in tumor tissues was significantly lower than that in adjacent nontumor tissues. c Pearson correlation analysis revealed that an obvious negative association between miR-16-5p and AGAP2-AS1 expression in HCC tissues. d Real-time PCR showed that AGAP2-AS1 could negatively regulate miR-16-5p expression in HCC cells. e Dual luciferase reporter assays showed that miR-16-5p could negatively regulate the luciferase activity of AGAP2-AS1-WT, rather than AGAP2-AS1-Mut. f The association between AGAP2-AS1, miR-16-5p and Ago2 was ascertained by analyzing Hep-3B cell lysates using RNA immunoprecipitation with an Ago2 antibody. Real-time PCR was used to detect the AGAP2-AS1 level change in the substrate of RIP assay in miR-16-5p-overexpressing HCC cells. g Detection of AGAP2-AS1 using real-time PCR in the sample pulled down by biotinylated AGAP2-AS1 and negative control (NC) probe. Detection of miR-16-5p using real-time PCR in the same sample pulled down by biotinylated AGAP2-AS1 and NC probe. h miR-16-5p inversely regulate AGAP2-AS1 expression in HCC cells. *P < 0.05, ***P < 0.001 invasion and EMT progress was inhibited and the apoptosis was promoted by miR-16-5p overexpression, while miR-16-5p knockdown increased the cell proliferation, migration, invasion, EMT progress and decreased apoptosis (P < 0.05, Fig. 5b -f, Additional file 3: Figure S3 ). To determine whether the tumor-promotive effects of AGAP2-AS1 were mediated by miR-16-5p, we transfected miR-16-5p agomir or antagomir to AGAP2-AS1 alteration cells (P < 0.05, Fig. 5g ).
Co-transfection of AGAP2-AS1 with agomir-16-5p had the strongest inhibitory effect on cell proliferation, migration and invasion, and promoted the apoptosis of HCC (P < 0.05, Fig. 5h-l) . Moreover, transfection with antagomirmiR-16-5p rescued the inhibitory effect of sh-AGAP2-AS1 on cell proliferation, migration and invasion, and rescued the increased apoptosis induced in the sh-AGAP2-AS1 group (Fig. 5h-l) . Based on the above results, we confirmed that miR-16-5p mediate -overexpressing Hep3B cells that were transfected with empty vector (miR-control) or miR-16-5p overexpression vector were subjected to qRT-PCR for miR-16-5p. AGAP2-AS1-suppressive HCCLM3 cells that were transfected with anti-miR-16-5p were subjected to qRT-PCR for miR-16-5p. miR-16-5p restoration abrogated the effects of AGAP2-AS1 overexpression on cell proliferation (h), migration (i), invasion (j), EMT process (l) and apoptosis (k) of Hep3B cells. miR-16-5p knockdown reversed the suppressive effects of AGAP2-AS1 knockdown in HCCLM3 cells (h-l). *P < 0.05, **P < 0.01 the tumor-promotive effects of AGAP2-AS1 in HCC cells, and alteration of miR-16-5p respectively reversed the effects induced of AGAP2-AS1 in HCC.
Clinical significance of AGAP2-AS1 and miR-16-5p for HCC patients
To explore the clinical significance of AGAP2-AS1 and miR-16-5p in HCC, we divided the patients into different subgroups according to the median value as cutoff and analyzed their correlation with clinical characteristic. As shown in Table 1 , we found that AGAP2-AS1 overexpression was significantly associated with large tumor size (≥ 5 cm; P = 0.007), high histological grade (Edmondson-Steiner grade III + IV; P = 0.002), venous infiltration (P = 0.013) and advanced tumor stage (TNM stage III + IV; P = 0.020). Meanwhile, miR-16-5p underexpression was dramatically correlated with large tumor size (P = 0.004), venous infiltration (P = 0.004) and advanced tumor stage (P = 0.031). These data revealed that aberrant AGAP2-AS1 and miR-16-5p expression was correlated with poor prognostic features of HCC patients. Furthermore, the Kaplan-Meier survival analysis showed that HCC patients with high AGAP2-AS1 group had a poorer overall survival (OS) and disease-free survival (DFS), while miR-16-5p low-expressing patients presented a shorter OS and DFS (P < 0.05, respectively, Fig.6a-d) . With combination analysis, we demonstrated that patients with high AGAP2-AS1 and low miR-16-5p expression had the worst OS and DFS (P < 0.05, respectively, Fig.6e and f ) . These data suggest that AGAP2-AS1 and miR-16-5p, especially their combination, is a potential and promising predictor for HCC patients' prognosis.
ANXA11 was a direct target gene of miR-16-5p
To explore the mechanisms by which miR-16-5p regulates HCC cell growth and metastasis, informatics tools of three miRNA target-prediction programs (TargetScan, miRDB and PicTar) were used to search for the candidate targets and found ANXA11 3'UTR contains the binding sits of miR-16-5p conserved putative (Fig.7a) . we performed luciferase reporter assays to confirm that miR-16-5p overexpression inhibited, while miR-16-5p knockdown increased the luciferase activity of wild type (wt) ANXA11 3'UTR but not the mutant (mt) ANXA11 3'UTR (P < 0.05, Fig. 7b ). Furthermore, miR-16-5p overexpression significantly inhibited the mRNA and protein expression of ANXA11 in HCCLM3 cells (P < 0.05, respectively, Fig. 7c and d) . By contrast, the expression of ANXA11 was significantly increased by miR-16-5p knockdown in Hep3B cells (P < 0.05, respectively, Fig.7c  and d) . Moreover, we found the expressions of ANXA11 in the miR-16-5p high-expressing tumors were significantly lower than those in the miR-16-5p low-expressing tumors (P < 0.05, respectively, Fig. 7e, f ) . Notably, an obvious inverse correlation between the levels of miR-16-5p and ANXA11 mRNA was revealed by Spearman's correlation analysis in HCC tissues (P < 0.05, Fig. 7g ). Next, we explored whether AGAP2-AS1 could regulate the expression of ANXA11. Our data showed Fig. 6 The prognostic value of AGAP2-AS1 and miR-16-5p for HCC patients. a and (b) Overall survival and disease-free survival were compared between AGAP2-AS1 high expressing HCC patients and low expressing cases. c and (d) Overall survival and (d) disease-free survival were compared between miR-16-5p high expressing HCC patients and low expressing cases. e and (f) Overall survival and disease-free survival were compared between four subgroups of HCC patients. For each cohort, subgroups were divided according to the cutoff values of AGAP2-AS1 and miR-16-5p. The cutoff value was determined as the median value of the relative expression of AGAP2-AS1 and miR-16-5p in HCC tissues. **P < 0.01 that AGAP2-AS1 positively regulated ANXA11 expression in HCC cells (P < 0.05, respectively, Fig. 7h, i) . In addition, western blot demonstrated that ANXA11 was significantly up-regulated in HCC tissues compared with matched non-tumor tissues (P < 0.05, Fig.7j ) Thus, we concluded that ANXA11 was a direct target of miR-16-5p and positively modulated by AGAP2-AS1 in HCC cells.
Alteration of ANXA11 expression reversed the biological effects of miR-16-5p and AGAP2-AS1 on HCC cells
To investigate whether ANXA11 mediated the biological function of miR-16-5p and AGAP2-AS1 on HCC cells, ANXA11 was respectively restored in miR-16-5p-overexpressing or AGAP2-AS1 knockdown HCCLM3 cells and inhibited by specific siRNA in miR-16-5p-suppressive or AGA-P2-AS1 overexpression Hep3B cells (P < 0.05, Fig. 8a ). ANXA11 restoration rescued the suppressive effects of miR-16-5p-overexpression or AGAP2-AS1-knockdown HCCLM3 cells on cell proliferation, migration, invasion, apoptosis and EMT progress (P < 0.05, Fig. 8b-f , Additional file 4: Figure S4 ). Moreover, ANXA11 knockdown abolished the promotive effects of miR-16-5p knockdown or AGAP2-AS1 overexpression Hep3B cells on cell proliferation, migration, invasion, apoptosis and EMT progress (P < 0.05, Fig. 8b-f) . These results confirm that ANXA11 are functional mediators of AGAP2-AS1/ miR-16-5p axis in HCC cells. 
AKT phosphorylation is critical for the biological effects of downstream of ANXA11 in HCC cells
Previous study demonstrated that ANXA11 exerts its function by activating AKT phosphorylation in different cancers [25, 26] . To confirm that AKT phosphorylation mediated the lncRNA AGAP2-AS1/miR-16-5p/ANXA11 axis biological function, we first confirmed that ANXA11 overexpression significantly increased, while ANXA11 knockdown decreased the phosphorylated AKT in HCC cells (P < 0.05, respectively, Fig. 9a ). To confirm that AKT phosphorylation mediated the effects of ANXA11 on HCC cells, we used AKT inhibitor MK2206 or AKT activator IGF-1 (insulin-like growth factor 1) to alter AKT activation. AKT phosphorylation inhibition by MK2206 in ANXA11-overexpressing Hep3B cells significantly decreased cell proliferation, migration, invasion, EMT progress and induced apoptosis (P < 0.05, Fig. 9b-f , Additional file 5: Figure S5 ). In addition, AKT phosphorylation activator, IGF-1, increased cell proliferation, migration, invasion, EMT progress and inhibited apoptosis (P < 0.05, respectively, Fig. 9b-f ) in HCCLM3 ANXA11 knockdown cells. Taken together, our results demonstrate that AKT phosphorylation exerts an important role in ANXA11-mediated HCC progression.
lncRNA AGAP2-AS1 is up-regulated by hypoxia and mediate the promoting effects of hypoxia on HCC cells
After confirming the functional effects and clinical significance of AGAP2-AS1 up-regulation in HCC, we further explored the cause-induced for the increased expression of AGAP2-AS1 in HCC. Previous studies demonstrated that hypoxia is a prevalent tumor microenvironment as a result of an imbalance between oxygen supply and consumption in rapidly growing tumor and plays a critical role in cancer progression. Notably, miR-16-5p, a direct downstream target of AGAP2-AS1 in this study, could be regulated by hypoxia [27, 28] . Therefore, we investigated whether the expression of Fig. 8 Modulation of ANXA11 partially abolishes AGAP2-AS1 or miR-16-5p-mediated cellular processes in HCC. a miR-16-5p-overexpressing or AGAP2-AS1-suppressive HCCLM3 cells that were transfected with empty vector (EV) or ANXA11 overexpression plasmid were subjected to western blot for ANXA11. miR-16-5p-suppressive or AGAP2-AS1-overexpressing Hep3B cells that were transfected with scrambled siRNA or ANXA11 siRNA were subjected to western blot for ANXA11. ANXA11 restoration abrogated the effects of miR-16-5p overexpression or AGAP2-AS1 knockdown on cell proliferation (b), migration (c), invasion (d), apoptosis (e) and EMT process (f) of HCCLM3 cells. ANXA11 knockdown reversed the promotive effects of miR-16-5p knockdown or AGAP2-AS1 overexpression in Hep3B cells (b-f). *P < 0.05 AGAP2-AS2 could be affected by hypoxia. Hypoxia condition significantly increased HIF-1α expression in Hep3B cells (P < 0.05, Fig. 10a ) and led to an increase of AGAP2-AS1 expression (P < 0.05, Fig. 10b ). Interestingly, AGAP2-AS1 knockdown abolished the promoting effects of hypoxia on migration and invasion of Hep3B cells (P < 0.05, Fig. 10c) . Similarly, the positive effects of hypoxia on EMT process were reversed by AGAP2-AS1 knockdown in Hep3B cells (P < 0.05, Fig. 10d ). In conclusion, these results indicated that AGAP2-AS1 up-regulation functions in hypoxia-induced process on HCC cells.
Discussion
In recent years, lncRNAs profiling and functional assays of various types of cancers have provided accumulating evidence supporting the critical role of lncRNAs in tumor growth and progression [29] . LncRNAs have been proposed as novel diagnostic biomarkers, effective prognostic predictors and attractive therapeutic targets of HCC [30, 31] . In this study, we showed for the first time that lncRNA AGAP2-AS1 was significantly up-regulated in HCC tissues and cell lines. Moreover, the expression of AGAP2-AS1 was remarkably associated with the large size, metastatic, recurrent, and high histological grade phenotype of HCC (Additional file 6: Figure S6 ). These data strongly suggest that AGAP2-AS1 is an oncogene in HCC and plays a critical role in the progression of HCC.
Previous studies confirmed that lncRNA AGAP2-AS1 was identified as a diagnostic and prognosis marker in cancers [11, 13] . In this study, we demonstrated that AGAP2-AS1 promoted cell proliferation, migration, invasion, EMT progress and inhibited apoptosis by gainand loss-of function experiment in vitro and in vivo. It has been reported that the aberrant lncRNAs act as ceRNAs for miRNAs to modulate tumor development and progression [15] . In this study, we confirmed miR-16-5p was obviously down-regulated and negatively correlated with AGAP2-AS1 in HCC tissues. On the other words, Fig. 9 AKT phosphorylation is essential for the biological function of ANXA11 in HCC. a HCCLM3 and Hep3B cells that were transfected with corresponding ANXA11 vectors were subjected to immunoblotting for phosphorylated AKT and AKT. AKT inhibitor MK2206, or AKT phosphorylation activator IGF-1, abolished the cell proliferation (b), migration (c), invasion (d), apoptosis (e) and EMT process (f) of HCC cells which were transduced of ANXA11 vectors. *P < 0.05 bioinformatics analysis, luciferase reporter assay, biotin pull-down assay and RIP assay all defined that miR-16-5p was a target of AGAP2-AS1 in HCC cells. And a reciprocal repression of AGAP2-AS1 and miR-16-5p was confirmed in HCC cells. Moreover, we demonstrated that miR-16-5p exerted its suppressive effects on proliferation, migration, invasion and EMT progress of HCC cells. Through the rescued experiment, our data suggest that miR-16-5p mediated the biological function of AGAP2-AS1 on HCC cells. To confirm that whether AGAP2-AS1 and miR-16-5p could serve as valuable biomarkers for diagnosis and prognostic prediction, we found both high AGAP2-AS1 or low miR-16-5p were significantly associated with poor clinical features of HCC patients. Furthermore, we confirmed that AGAP2-AS1 overexpression and miR-16-5p underexpression as well as their combination were obviously correlated with worse prognosis of HCC patients. These results suggest that AGAP2-AS1 and miR-16-5p may be promising predictors for the prognosis of HCC patients.
Annexin A11 (ANXA11), one of Annexins family of calcium (Ca 2+ )-regulated phospholipid-binding proteins, which are associated with cancer progression, metastasis, apoptosis, cell growth [32, 33] . Here, we confirmed that ANXA11 was a direct downstream target of miR-16-5p and mediated the biological function of miR-16-5p and AGAP2-AS1 in HCC. MiR-16-5p overexpression or knockdown accordingly altered the luciferase activity of wt 3'UTR but not mt 3'UTR of ANXA11. Moreover, miR-16-5p negatively regulated ANXA11 abundance in HCC cells. In addition, miR-16-5p was inversely correlated with the expressions of ANXA11 in HCC tissues. Restoration of ANXA11 expression reversed the effects of miR-16-5p and AGAP2-AS1 on HCC cells. The downstream of ANXA11, AKT phosphorylation, mediated the effects on cell proliferation, migration, invasion and apoptosis. Taken together, these results demonstrated that AGAP2-AS1 exert an oncogene role via miR-16-5p/ANXA11/AKT axis in HCC.
Finally, hypoxia environment is a critical cause for HCC metastasis and leads to abnormal expression of lncRNAs [34] . Previous studies confirmed that miR-16-5p, the target of lncRNA AGAP2-AS1, was regulated in hypoxia condition. Therefore, we tried to explore the correlation between hypoxia and AGAP2-AS1 in HCC. Our data showed that AGAP2-AS1 was significantly increased in hypoxia. Moreover, AGAP2-AS1 knockdown abolished the promoting effects of hypoxia on migration, invasion and EMT process of HCC cells. These results suggest that hypoxia-induced AGAP2-AS1 overexpression promotes the metastasis and EMT of HCC.
In conclusion, we demonstrated that AGAP2-AS1 was up-regulated in HCC, and could promote cell 
